ABSTRACT Three actinomycete strains, designated BL1, BL4, and CV4, were isolated from sediment samples from the Gulf of California in 2009 together with nearly 300 other actinobacteria. Genome mining and analysis of their ϳ6.4-Mb sequences confirmed the bioprospecting potential of these three bacteria belonging to the genus Micromonospora.
cromonospora species (20) . The ANI value between BL4 and CV4 was 98.9%, suggesting that both isolates belong to the same species and its most related species is M. coriariae DSM 44875 T , a bacterium isolated from the plant Coriaria myrtifolia (21) , with an ANI of 93.2%, which is below the species delimitation percentage of 95%. This suggests that BL4 and CV4 may constitute a novel species (22) . As for BL1, the ANI value with M. tulbaghiae DSM 45142 T was 96.2%. This result, along with the EZTaxon identification, shows that BL1 should be identified as M. tulbaghiae, a species first isolated from leaves of the South African plant Tulbaghia violacea (23) . The fact that these micromonosporae were recovered from marine sediments and that BL1 has been reported to produce aerial hyphae, an unusual feature on micromonosporae (8), could imply different ecological niches for Micromonospora spp. and roles in aquatic environments.
Genome mining using antiSMASH 3.0 (24) and the Web tool NaPDoS (25) predicted the production of bleomycin, lymphostin, phosphonoglycan, actinomycin, alnumycin, epothilone, spinosad, syringomycin, and sioxanthin biosynthetic clusters among the three genomes. The xantholipin cluster was found only in BL1 and BL4, alkyl-Odihydrogeranyl-methoxyhydroquinone on BL1 and CV4, and desferrioxamine B on both BL4 and CV4. Exclusive clusters were azicemicin, leinamycin, lobosamide, nocathiacin, pentalenolactone, terramycin, curacin, tyrocidin, and oxazolomycin for BL1, ochronotic pigment for BL4, and pradimicin for CV4.
Data availability. This whole-genome shotgun project has been deposited in GenBank under the accession no. RCVK00000000, RCVJ00000000, and RCVI00000000 and in the Sequence Read Archive under the accession no. SRR8727741, SRR8727780 and SRR8727783. The versions described in this paper are the first versions, RCVK01000000, RCVJ01000000, and RCVI01000000. 
